
Supplementary Text 1. Maximum likelihood trees for mitochondrion-encoded proteins 
constructed with RAxML 8.0.0 with the LG+Г model and 100 bootstrap replicates. 
 
 

 
 

 
 

 
 

 
 

 
 

 
 
 

 
 

 
 

 
 
 
  



Supplementary Text 2. Accession numbers (NCBI GenBank database) of protein sequences 
used for alignments and phylogenetic analysis. 
 
cob (apocytochrome b) 
Diplonema papillatum ADP88933.1 
Euglena gracilis KT732262 
Jakoba libera   AGH24175.1 
Leishmania major  AIT97144.1 
Naegleria fowleri  YP_007890033.1 
Reclinomonas americana AGH24450.1 
Trypanosoma brucei  AAA32115.1 
 
cox1 (cytochrome c oxidase subunit 1) 
Bodo saltans   AAC38978.1 
Diplonema papillatum ABW73865.1 
Euglena gracilis  KT732263 
Jakoba libera   P_007890687.1 
Leishmania tarentolae P14544.1 
Naegleria fowleri  YP_007890026.1 
Reclinomonas americana AGH24452.1 
Rhynchopus euleeides  AEB96346.1 
Trypanosoma brucei  P04371.1 
 
cox2 (cytochrome c oxidase subunit 2) 
Bodo saltans   AAC38976.1 
Diplonema papillatum ADP88934.1 
Euglena gracilis  KT732264 
Jakoba libera   YP_007890686.1 
Leishmania tarentolae P14545.2 
Naegleria fowleri  YP_007890057.1 
Reclinomonas americana  AGH24386.1 
Trypanosoma brucei  P04372.2 
 



cox3 (cytochrome c oxidase subunit 3) 
Diplonema papillatum ADP88935.1 
Euglena gracilis  KT732264 
Jakoba libera   YP_007890722.1 
Leishmania tarentolae P14546.1 
Naegleria fowleri  YP_007890030.1 
Reclinomonas americana NP_044756.1 
Trypanosoma brucei  AAA32122.1 
 
nad1 (NADH dehydrogenase subunit 1) 
Euglena gracilis  KT732265 
Jakoba libera   YP_007890725.1 
Leishmania tarentolae P15576.1 
Naegleria fowleri  YP_007890019.1 
Reclinomonas americana NP_044754.1 
Trypanosoma cruzi  AAO47331.1 
 
nad4 (NADH dehydrogenase subunit 4) 
Euglena gracilis  KT732266 
Jakoba libera   AGH24231.1 
Leishmania donovani  ACJ47214.1 
Naegleria fowleri  YP_007890052.1 
Reclinomonas americana AGH24445.1 
Trypanosoma brucei  AAB59224.1 
 
nad5 (NADH dehydrogenase subunit 5) 
Euglena gracilis  KT732267 
Leishmania donovani  ACJ47215.1 
Trypanosoma brucei  AAB59225.1 
Naegleria fowleri  YP_007890032.1 
Reclinomonas americana NP_044800.1 
Jakoba libera   YP_007890739.1 



rnsR (small ribosomal subunit) 
Euglena gracilis  KT732268 



Supplementary Text 3. Protein alignments of Euglena gracilis mitochondrion-encoded genes. 
All protein alignments were performed using MUSCLE 3.8.31 with default settings, and 
adjusted manually. The amino acid similarity is color-coded, with black indicating the highest 
similarity. Site selection for building phylogenetic trees was performed manually: selected sites 
are underlined in red. GenBank accession numbers of protein sequences used for alignments 
are available in Suppl. Text 2. 
 

 
 
 
 
 
 
 



 
  



  



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 


